Core Functions
Core functions refer to those set of functions which appear consistently in most samples of a given metagenomic environment (e.g samples pertaining to Healthy individuals) at a minimum threshold of abundance.
In the context of iVikodak, Core Functions are computed using a bootstrapped approach as described below: a. A random set of samples, equal to 75% of the total population size, is picked from the total population of samples pertaining to a given class of metagenomic environment.
b. Median abundance of all the inferred functions for the given environment is computed using the random set. c. A minimum prevalence of 0.2 x Highest median abundance is set for core assignment.
d. For each function in the given randomly picked environment, assessment is performed for maximum prevalence proportion. Maximum prevalence proportion refers to the percentage of samples (in the random set) in which the given function had abundance greater than minimum prevalence.
e. All those functions are tagged as 'Tentative-Core' for the random set, which pass the prevalence proportion of 75%.
f. This process (between step a -e) is repeated 100 times and a boostrap score is assigned to all the Tentative Cores. Bootstrap score refers to the number of iterations in which a function appeared as Visualization of the core functions is accomplished using a heatmap, which is generated using the rank normalized abundance profile of the union of core functions for all the classes of samples. 
Function Driven Correlation Networks
Vikodak introduced a novel concept of inferring inter-microbial interaction patterns using the correlations between their functional potentials (Nagpal et al., 2016) . iVikodak has realized that concept through automatic computation of correlations between contributing bacteria in a given environment. These networks are termed as 'Co-contribution' networks, because unlike cooccurrence networks derived from the abundance profiles of microbes in an environment, cocontribution networks, as detailed in Vikodak (Nagpal et al., 2016) , are derived from functional contribution profiles of resident microbes of an environment towards various inferred functions.
iVikodak generates contribution profiles at all PEC values as well, thereby enabling the end users to probe function driven microbial interaction patterns using algorithms of choice. Visualization of such networks is enabled using Cytoscape.js and through the use of AJAX and in-house javascripting, various kinds of layouts are enabled for the end users, for all levels of meta-data. 
